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Systematic mutational analysis of the LytTR DNA binding domain of 
Staphylococcus aureus virulence gene transcription factor AgrA.  
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SUPPLEMENTARY FIGURE LEGENDS 
Fig. S1. Multiple sequence alignment of the AgrA LytTR domain of representative 
staphylococci strains. Conserved residues are represented by a dot. The aa residues 
displaying similar colours have similar properties. The conserved histidine at position 174 is 
highlighted in yellow. 
 
Fig. S2. Image of a Western blot showing accumulation of AgrA in whole-cell lysates of 
SH1000-agr IR P3-GFP + pSN-itet-agrA over time grown in rich media. The intensity of the band 
corresponding to AgrA is quantified and expressed in arbitrary units.  
 
SUPPLEMENTARY TABLES 
Table S1. Bacterial strains and plasmids used in this study.  
Table S2. Primers used for cloning and EMSA. 
 
SUPPLEMENTARY MOVIES 
Supplementary movie 1. aMD simulations showing the consequences of the in silico Y229-A 
mutation on AgrA LytTR domain conformation (see text for details). The Y229-A, I219, C199 
and H200 aa residues are shown as van der Waals spheres in purple, orange, yellow and 
blue, respectively.  
Supplementary movie 2. aMD simulations showing the consequences of the in silico I229-A 
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mutation on AgrA LytTR domain conformation (see text for details). The Y229, I219-A, E217 
and R218 aa residues are shown as van der Waals spheres in dark green, purple, red and 
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Fig. S2 Nicod et al 
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